ABSTRACT The thermophilic Moorella sp. strains E308F and E306M were isolated from an acidic hot spring in Japan. Here, we report the draft genome sequences of E308F (3.06 Mbp; GϩC content, 54.0%) and E306M (2.99 Mbp; GϩC content, 54.4%), to advance the genomic information available on the genus Moorella.
ANI percentage between the two strains was 98.9%. In contrast, the ANI percentages between strain E308F and other published Moorella genomes ranged from 78.5% (Moorella thermoacetica ATCC 39073; GCF_000013105) to 90.1% (Moorella mulderi DSM 14980; GCF_001594015), which were below the proposed 95% cutoff for the genome definition of a species (14) .
Both strains possessed two CO dehydrogenase (CODH) genes, and these amino acid sequence alignments showed their conserved active site residues (15, 16) . Of these, one CODH gene was flanked by an energy-converting hydrogenase, implying the capability of hydrogenogenic carboxydotrophy (17) .
Data availability. The genome sequences of Moorella sp. strains E308F and E306M have been deposited in the DNA Data Bank of Japan (DDBJ) under accession numbers BJKN01000000 and BJKO01000000, respectively. Sequence data have been deposited in the DDBJ Sequence Read Archive under the accession numbers DRX170528 and DRX170529, respectively.
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